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Monday, February 9, 2015 197adetermined by localized variations in their amino-acid sequence, rather than by
architectural constraints, function type or the organism’s environment.
Here, we use experimental and computational methods to quantify and ratio-
nalize the ion specificity of a rotor ring from an F-type ATP synthase. Specif-
ically we employ Isothermal Titration Calorimetry to experimentally determine
the Hþ/Naþ-selectivity of the rotor ring from Ilyobacter tartaricus, and find this
ring to be selective for Hþ over Naþ by three orders of magnitude. This result
explains the observation that this ATP synthase is functionally Naþ-specific,
owing to the much larger concentration of Naþ over Hþ under physiological
conditions. Using free-energy molecular simulations, we then compare the
I. tartaricus ring with that of the Enterococcus hirae V-type ATPase, which
is known to be essentially non-selective (and thus also coupled to Naþ), as
well as with that of Spirulina platensis, whose Hþ selectivity is at least a
billion-fold. Taken together with previous theoretical studies, this analysis
establishes the general principle underlying the broad spectrum of Hþ/Naþ
selectivities in the rotary ATPase family, which might also be applicable to
other membrane transport systems.
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Naþ/Hþ antiporters are vital to cells for maintaining homeostasis, especially in
high-salt environments. New crystal structures for two such antiporters,
cytoplasmic-open Escherichia coli NhaA and periplasmic-open Thermus Ther-
mophilus NapA, show high structural similarity despite low sequence identity.
Among their common features are a set of highly conserved charged residues
(three aspartates and one lysine) near the putative ion binding site. Using
molecular dynamics simulations, we observe that interaction with sodium is
dependent on the charge states of the conserved aspartates. The lysine and
the nearest asparate also form a previously unidentified salt bridge. Under
simulated physiological pH the presence of a sodium ion disrupts and breaks
the salt bridge in NhaA. Given the presence of this salt bridge in both protein
structures, its behavior under simulation, and the known importance of the
conserved lysine, we hypothesize that this salt bridge is directly involved in
ion binding and transport. To address the question of sodium binding, we per-
formed an ensemble of all-atom equilibrium molecular dyanamics simulations
(over 10 ms in total), varying the protonation states of the conserved residues
and quantifying the resulting sodium interaction. To address the question of
proton binding, we performed heuristic pKa calculations on this ensemble of
simulations, which support the hypothesis that the lysine binds protons in a
sodium-dependent manner. In order to elucidate the structural basis for alter-
nating access in NhaA, we created an outward-facing model of NhaA, based
on the periplasmic-open NapA structure, and simulated conformational transi-
tions of NhaA from its cytoplasmic- to periplasmic-open state using dynamic
importance sampling MD. Taken together, the combination of recent structural
and dynamic simulation data suggests a new model of ion binding and transport
for the CPA2 class of antiporters.
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The Naþ/Kþ-ATPase (NKA) is a membrane protein that transports Naþ ions
out of the cell and Kþ ions into it against their concentration gradient. The
high selectivity of NKA for Naþ or Kþ can be explained by distinct affinities
of the two ionic species for the binding sites, by different kinetic barriers
encountered to reach them, or by both. Understanding the exact location of
binding sites is the first step in determining the origin of selectivity in NKA.
We used molecular dynamics simulations and free energy calculations to study
ion binding. We show that the exact location of the binding sites, the thermo-
dynamic affinity of the two ions and the cooperativity of the binding depend
crucially on the protonation state of the binding residues. Importantly, this pro-tonation state changes when the NKA shifts between the sodium and potassium
occluded states.
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Na,K-ATPase transports three sodium ions from the cytoplasm to the extracel-
lular side and counter-transports two potassium ions upon hydrolysis of one
ATP in each reaction cycle, thereby establishing gradients for sodium and po-
tassium ions across the membrane. These ion gradients are used in many funda-
mental processes, notably, excitation of nerve cells. It is one of the most
important members of the P-type ATPases. It is a hetero-trimer complex, con-
sisting of alpha-subunit (112K), beta-subunit (55K) and FXYD regulatory pro-
tein (10K). Na,K-ATPase is also regarded as a membrane receptor for
cardiotonic steroids (CTS), including digoxin prescribed for congestive heart
failure and supraventricular arrhythmias for ~200 years. Moreover, CTS
have been studied as potential drugs for cancer chemotherapy, because they
inhibit growth of cancer cells through the binding to Na,K-ATPase. Thus,
the elucidation of the binding mechanism of CTS to Na,K-ATPase has direct
medical implication. We reported a crystal structure with bound ouabain at
2.8 A˚ resolution (Ogawa et al., PNAS 2009), but the affinity of ouabain under
the conditions employed is low due to antagonism with bound potassium. As to
the high affinity ouabain-bound form, a crystal structure was reported very
recently by other group, but at only 3.4 A˚ resolution with a very low complete-
ness (Laursen et al., PNAS 2013). Thus, higher-resolution structures are still
awaited. Moreover, structures bound with other CTSs having different sugar
moieties and/or different lactone rings are also awaited. Here, we report our
recent crystal structures with bound several CTSs, including different sugar
moieties and lactone rings, at better than 3.0 A˚ resolution. These structures pro-
vide detailed information on the interaction of Na,K-ATPase and CTS and may
lead us to design better drugs for treating heart failure, arrhythmias and cancer.
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P-glycoprotein (P-gp, ABCB1) is the most studied member of the ATP-Binding
Cassette (ABC) transporter superfamily. This transporter utilizes energy from
ATP hydrolysis for the efflux of a great variety of compounds, including anti-
cancer drugs. P-gp is expressed at the apical surface of epithelial cells in the
intestines, kidney, liver, adrenal gland, blood-brain barrier, and placenta, and
therefore affects the pharmacokinetics of many drugs. The expression of
P-gp at the surface of tumor cells is also one of the mechanisms of multidrug
resistance, which occurs in many cancers. The development of an effective in-
hibitor requires first the understanding of the mechanism of action of P-gp. In
our recent work, mutagenesis and molecular modeling studies led to the iden-
tification of a pair of phenylalanine-tyrosine structural motifs that mediate the
inhibition of ATP hydrolysis by drugs such as zosuquidar, tariquidar and ela-
cridar. Upon mutation of any of these residues, drugs that inhibit the ATPase
activity of P-gp switch to stimulation of the activity. Molecular modeling re-
vealed that the phenylalanine residues interact with the tyrosines in an edge-
to-face conformation, helping the tyrosines to adopt the proper orientation to
effectively establish hydrogen-bond contact with the inhibitor. Biochemical in-
vestigations along with transport studies in intact cells showed that the inhibi-
tors bind at a high affinity site to produce inhibition of ATP hydrolysis and
transport function. Upon mutation of tyrosine or phenylalanine residues that
disrupts the structural motifs, they bind at lower affinity sites, leading to stim-
ulation of ATP hydrolysis and poor inhibition of transport.
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ATP-binding cassette (ABC) proteins have two nucleotide binding domains
(NBDs) that work as dimers to bind and hydrolyze ATP. ATP binding elicits
association of the two NBDs, with the NBDs in a head-to-tail arrangement
and two nucleotides ‘‘sandwiched’’ at the dimer interface. Each of the two
198a Monday, February 9, 2015nucleotide-binding sites (NBSs) in the dimer is formed by residues from the
two NBDs. It is still unresolved whether hydrolysis leads to dissociation of
the ATP-induced dimers or opening of the dimers (with the NBDs remaining
in contact during the hydrolysis cycle), and also whether the presence of two
NBSs is required for ATP hydrolysis or formation of the NBD dimer. Here
we performed steady-state and kinetic studies of mutants of the prototypical
NBD MJ0796 from M. jannaschii using luminescence resonance energy trans-
fer (LRET) to assess association/dissociation of the NBDs. We show that disso-
ciation is complete and follows hydrolysis at only one of the two NBSs. We
also show that binding of two ATP molecules is necessary for NBD dimeriza-
tion. We conclude that ATP hydrolysis at one nucleotide-binding site drives
NBD dissociation, but two binding sites are required to form the ATP-
sandwich NBD dimer necessary for hydrolysis. This work was supported by
CPRIT grant RP101073.
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The functional reconstitution of large and complex membrane proteins such as
eukaryotic ABC transporters into giant unilamellar liposomes (GUVs) repre-
sents a major challenge as GUV formation usually involves the presence of
organic solvents and/or dehydration in high vacuum making it incompatible
with delicate protein samples. To overcome this limitation, we developed a
solvent-free method for the transformation of proteoliposomes into GUVs.
MRP3-containing proteoliposomes were partly dehydrated on an agarose-
based hydrogel under controlled humidity and in the presence of trehalose as
a stabilizing agent. Subsequent rehydration in physiological buffer led to the
fast and reproducible formation of GUVs (10-20 mm diameter) harboring func-
tional MRP3 in their membrane.
To observe the transport of substrates by single MRP3 molecules, MRP3-
GUVs were fused onto the surface of a silicon-based biochip featuring a rect-
angular grid of thousands of cylindrical cavities (0.8 mm diameter, 6 fL volume)
with open tops and optically transparent closed bottoms allowing highly paral-
lel three-channel fluorescent readout on an inverted microscope set-up. Fluores-
cently labeled lipids in the bilayer and a fluorescent dye that is not transported
by MRP3 served as in situ controls to continuously monitor the integrity of the
pore-spanning lipid bilayer.
ATP-dependent transport of autofluorescent substrates into the cavities by
MRP3 could be monitored in real-time and revealed a distribution of rate con-
stants in good agreement with previous bulk measurements. Furthermore, the
competitive inhibition of MRP3-mediated transport by non-fluorescent co-sub-
strates or inhibitors could also be observed.
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The glutamate transporter GltPh is a homolog of mammalian excitatory amino
acid transporters (EAATs) that mediate glutamate re-uptake after discharge at
the neuronal synaptic cleft, thereby enabling repeated signaling cycles and pre-
venting excitotoxicity. While the structure of EAATs is not yet known, several
stages of the transport cycle have been captured in crystallographic studies of
the homotrimeric GltPh, suggesting a mechanism of separate elevator-like mo-
tions of three transport domains relative to a scaffold composed of the trimeri-
zation domains from each monomer. Dynamic aspects of the transport cycle
monitored in single-molecule FRET experiments, revealed quiescent phases
in which GltPh appears to be ‘‘locked’’ in the inward- or outward-facing states.
Significantly higher transport rates, typical for human EAATs, were recently
reported for a GltPh construct in which key residues were mutated to mimic
the sequence of mammalian EAAT1. The mutant adopted a novel ‘‘unlocked’’
conformation, in which the transport domains were separated from the trimeri-
zation domains. Molecular dynamics simulations of this GltPh mutant in lipid
bilayers found the unlocked conformation to be unstable if the transport/trime-
rization domain interface is solvated by water only, but stabilized by insertionof one or several hydrophobic moieties such as lipid tails. Analysis of the effect
of the mutations on the local dynamics in several known stages of the transport
cycle showed that a charged side chain introduced at the protein interface with
the membrane produces membrane deformation and a destabilizing energy cost
due to residual hydrophobic mismatch. Free energy perturbation calculations
were used to estimate the impact of the mutation in the explored stages of
the transport cycle in order to gain insights on the key structural determinants
of EAAT transport efficiency.Symposium: Bacterial Subcellular Dynamics at
Super-Resolution: This Brings Super-Resolution
to a Dynamic Sense
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By beating the diffraction limit that restricts traditional microscopy, single-
molecule fluorescence imaging provides a flexible, noninvasive way to
super-resolve position and dynamics. Single-molecule methods are ideally
suited to the small size of bacterial cells, and are being applied to central
processes that remain contested by microbiologists. Pushing the scope of
single-molecule microscopy further, we are keenly interested in the realm of
non-model systems, including pathogens and beneficial bacteria, which play
a key role in human health and nutrition. In a synergistic collaboration with
microbiologists, we have used super-resolution microscopy, single-molecule
tracking, and gene knockouts to elucidate for the first time in live cells the
mechanism of starch-utilization proteins in the human symbiont Bacteroides
thetaiotaomicron, which colonizes our guts to unlock calories from otherwise
indigestible sugars.
Our live-cell super-resolution imaging reveals the transient interactions, assem-
bly and collaboration of the Bacteroides thetaiotaomicron Starch Utilization
System (Bt-Sus) outer membrane proteins. Overall, we demonstrate that the
polymeric starch substrate dynamically recruits Sus proteins, serving as an
external scaffold for bacterial membrane assembly of the Sus complex, which
may promote efficient capturing and degradation of starch. Furthermore, by
simultaneously localizing multiple Sus outer membrane proteins on the Bt
cell surface, we have characterized the dynamics and stoichiometry of
starch-induced Sus complex assembly on the molecular scale. Finally, based
on Sus protein knockout strains, we have discerned the mechanism of starch-
induced Sus complex assembly in live anaerobic cells with nanometer-scale
resolution.
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How does a bacterial cell without a nucleus, without mitosis, and without
extensive sister cohesion, organize, replicate, repair and segregate its chromo-
somes? We use live-cell super-resolution PALM and 3-D SIM imaging,
alongside classical biochemistry and molecular genetics, and in vitro single-
molecule biophysical techniques to address these questions. The presentation
will focus on the sequential and coordinated action of Topoisomerase IV and
the SMC complex, MukBEF, in E. coli chromosome segregation.
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Bacterial cell wall peptidoglycan is essential for the life of most bacteria. It
determines cell shape, and its biosynthesis is the target for many important
antibiotics. The fundamental chemical building blocks of peptidoglycan are
conserved: repeating disaccharides cross-linked by peptides. However, despite
this relatively simple chemistry, how this is manifested into the myriad bacte-
rial shapes and how this single macromolecule remains dynamic permitting
cell growth and division has largely remained elusive. The advent of new
microscopy approaches is beginning to revolutionize our understanding of
